Haemophilus parasuis infection, known as Glässer's disease, is characterized by fibrinous polyserositis, arthritis and meningitis in piglets. Although traditional diagnosis is based on herd history, clinical signs, bacterial isolation and serotyping, the molecular-based methods are alternatives for species-specific tests and epidemiologic study. The aim of this study was to characterize H. parasuis strains isolated from different states of Brazil by serotyping, PCR and ERIC-PCR. Serotyping revealed serovar 4 as the most prevalent (24 %), followed by serovars 14 (14 %), 5 (12 %), 13 (8 %) and 2 (2 %), whereas 40 % of the strains were considered as non-typeable. From 50 strains tested 43 (86%) were positive to Group 1 vtaA gene that have been related to virulent strains of H.parasuis. ERIC-PCR was able to type isolates tested among 23 different patterns, including non-typeable strains. ERIC-PCR patterns were very heterogeneous and presented high similarity between strains of the same animal or farm origin. The results indicated ERIC-PCR as a valuable tool for typing H. parasuis isolates collected in Brazil.
INTRODUCTION
Haemophilus parasuis is the etiological agent of Glässer's disease which is characterized by fibrinous polyserositis, arthritis and meningitis that can affect pigs from 2 weeks to 4 months old (11) . It is a non-motile, pleomorphic, Gramnegative bacillus of the Pasturellacea family, nicotinamide adenine dinucleotide (NAD) dependent bacterium (1) which colonizes the upper respiratory tract of pigs before weaning (20) . Therefore, samples of pleura, peritoneum, joints and meninges are preferable for clinical diagnosis (17) , since H. parasuis can be isolated from the upper respiratory tract of healthy pigs.
The strains of H. parasuis were classified by serotyping in 15 serovars and demonstrated differences in their virulence, classifying strains from highly virulent to non-virulent (7). was used for molecular weight determinations.
MATERIAL AND METHODS

Bacterial strains
Enterobacterial Repetitive Intergenic Consensus Sequences (ERIC-PCR)
ERIC-PCR was performed as described previously by 
RESULTS
Serotyping and PCR
Serovar 4 was the most prevalent (24 %), followed by serovars 14 (14 %), 5 (12 %), 13 (8 %) and 2 (2 %), whereas 40 % of the strains were considered non-typeable. Strains from different serovars were identified on specimens from the same animal and same farm, as showed by ranging from 80% to 100% of similarity, 9 of which were nontypeable by serotyping. Olvera et al (19) developed a PCR to characterize trimeric autotransporters genes (vtaA) associated to virulence, they describe that group 3 vtaA gene seems to be conserved among invasive and non-invasive strains and may be used to species identification, while group 1 vtaA gene showed better correlation with virulent strains. In the present study, all strains were isolated from lungs of swine with clinical signs of Glasser´s disease and the frequency of vtaA1 gene was high as could be expected (86%). Olvera et al, (19) , also describe the occurrence of vtaA1 negative isolates from lungs as observed in seven strains examined here. In some cases were selected more than one isolate from the same animal, and was observed that six of seven vtaA1 negative strains were isolated from animals also carrying vtaA1positive H. parasuis strains ( Figure   1 -profiles 1, 3, 4 and 11). 
